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Background: South Africa bears a large share of the global bur-
den of tuberculosis (TB). The challenge faced by countrieswith high
burden of tuberculosis is early detection especially in individuals
with paucibacillary disease.
There have been remarkable efforts made globally to accelerate
the development and expansion of new diagnostic technologies
that allow better and earlier diagnosis of active tuberculosis
particularly directly from clinical specimens. These include Geno-
TypeMTBDRplus Version 2.0 (Hain Lifescience), Xpert® MTB/RIF
(Cepheid) and AnyplexTM plus MTB/NTM/DR-TB Real-time detec-
tion (Seegene).
This study aims to evaluate the diagnostic performance of these
three molecular assays for the detection of Mycobacterium tubercu-
losis from direct clinical specimens.
Methods & Materials: This was a retrospective laboratory-
based study using remnant sediments from clinical specimens of
tuberculosis suspects. The remnant sediments with a minimum
volume of 3mL were retrieved from the departmental specimen
bank. A maximum of 30 specimens were included per stratum
(smear positive TB, smear negative TB and TB culture negatives),
however, only 19 smear positive TB specimens had sufﬁcient sam-
ple resulting in a total sample size of 79 specimens. The smear
positive TB sediments were of varying microscopy grades (scanty,
1+, 2+, 3+). All the samples were tested on GenoTypeMTBDRplus
Version 2.0 (Hain Lifescience), Xpert® MTB/RIF (Cepheid) and
AnyplexTM plus MTB/NTM/DR-TB Real-time detection (Seegene)
molecular assaysfollowing the manufacturers’ instructions
Results: Four specimens were excluded from analysis because
of contamination and invalid results, thus 75 resultswere analyzed.
GenoTypeMTBDRplus AnyplexTM Xpert® MTB/RIF
TB Culture Negative
(n =29)
26 28 28
Smear Negative TB
(n=27)
8 13 20
Smear Positive TB
(n=19)
18 14 18
GenoTypeMTBDRplus AnyplexTM Xpert® MTB/RIF
Sensitivity 56.50% 58.70% 82.60%
Speciﬁcity 89.70% 96.60% 96.60%
Conclusion: The Xpert® MTB/RIF was superior to the other
two assays for smear negative TB specimens, followed by the
AnyplexTM. The Genotype MTBDRplus was the poorest performing
assay and this may be due to the fact that the test uses a conven-
tional PCR as opposed to real-time PCR in the other 2 assays.
http://dx.doi.org/10.1016/j.ijid.2014.03.1185
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Comparison of direct identiﬁcation of bacteria
from VersaTrek Blood culture bottles using a
seven present saponin extraction method and
SepsiTyper by the Bruker MALDI-TOF
J.A. Delport, M. John, B. Conkey, K. Macdonald, R.
Lannigan
London Health Sciences, London, Canada
Background: In cases of bacteremia, a rapid bacterial identiﬁca-
tion to thegenusandspecies level is critical to ensure the timelyand
correct treatment with an antimicrobial agent. The identiﬁcation
of the bacterial agent directly from positive blood culture broths
could reduce the time to initiating the most appropiate antibiotic
therapy.
Methods & Materials: We evaluated the direct identiﬁca-
tion of micro-organisms from VersaTrek positive blood culture
bottles using the Bruker Microﬂex matrix assisted laser desorp-
tion/ionization (MALDI) time of ﬂight (TOF).One hundred and
seven positive blood culture bottles were ﬂagged positive by
the VersaTrek blood culture system. Only positive blood cultures
suggestive of a monomicrobial infection were included in the
comparison. One hundred and two blood cultures had a single
morphologically appearance on Gram stain suggesting a monomi-
crobial infection.
Bacterial extractionwasperformedbyusing twodifferentmeth-
ods: theMALDI SepsiTyper kit (Bruker) and an in-house 7% saponin
lysis method In total, 102 monobacterial cultures were included in
this study. The methods was compared to the ﬁnal culture result
identiﬁed to genus and species level.
Results: Among the 102 monomicrobial cultures, we identiﬁed
62 Gram positive organisms and 40 Gram negative cultures were
identiﬁed using the two methods. A total of 93% Gram negative
organisms and 84% of Gram positive bacteria with the saponin
extraction method and 88% Gram negative and 81% Gram posi-
tive organisms using the SepsiTyper kit respectivelywere correctly
identiﬁed to species level if compared to the ﬁnal culture result.
The analysis of the time-to-result demonstrated a reduction in
the turnaround time foridentiﬁcation ranging from one hour to
twenty four hours, when performing the blood culture direct iden-
tiﬁcation in comparison with the conventional method, whatever
the extraction method.
Conclusion: The conclusion we came to is that in our labora-
tory the saponin extraction method provides a reliable alternative
to the SepsiTyper direct extractionmethod for Gramnegative orga-
nisms and Gram positive organisms. Further evaluation of mixed
cultures and an improved identiﬁcation data library may improve
identiﬁcation in mixed cultures.
http://dx.doi.org/10.1016/j.ijid.2014.03.1186
